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0.36 ± 0.09 Å 0.76 ± 0.10 Å table S2. Strains used in this study. Names of strains, names of parental strains (if any), mating types, and genotypes are given. Mating type 'IIb' and 'IIc' are partial type-II phenotypes, in that type IIb will mate with type III cells only and type IIc will mate with type I cells only. The PDGB diploids listed here are hemizygous null/matBCD, and so phenotypically type II. The source of strains are numbered according to the citation in the reference list except for those strains originating in this study (A); and (B) an unpublished strain generated by Peggy Paschke. MatB show that in both cases the overall structure is independent of protein concentration over a wide range (spectra recorded in 50mM phosphate, 100mM NaCl, pH6; in each case, intensities have been multiplied by a normalization factor to aid comparison). suggests that it may indeed be an increase in the thermal stability of the mutant, relative to wildtype MatB, that results in the improvements seen in the NMR data recorded for this protein. One homeodomain from a Pou family transcription factor (CF1A_DROME) was also incorporated.
Strain
Several D. discoideum homeodomain sequences (containing 'DICDI' in their identifiers) are included to emphasise the divergence of the Mat proteins from 'conventional' homeodomains, which are conserved across eukaryotes. Archaeal HTH-10 proteins are likely near-relatives of homeodomain proteins, although the precise evolutionary origin of the homeodomain remains unclear. A pattern of hydrophobic residues is conserved across the alignment, with the main structural difference being the length of the loop between helices 1 and 2. Positively charged residues are often present, without being strictly conserved, in the proximal sequences lying Nterminal to helix 1 and C-terminal to helix 3 in the Mat proteins and both homeodomain families, but typically only in the C-terminal part of HTH-10 proteins. Each sequence is identified by its UniProt entry name, except for the Dictyostelium Mat proteins, where 'Dd' is Dictyostelium
intermedium. Although these proteins also tend to have evenly cytoplasmic conditions (with some suggestion that they form aggregates when overexpressed), when tagged with FusionRed (76), occasionally MatS has a localisation pattern consistent with nuclear enrichment.
